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Abstract
Background: Arabidopsis ovules comprise four morphologically distinct parts: the nucellus, which
contains the embryo sac, two integuments that become the seed coat, and the funiculus that
anchors the ovule within the carpel. Analysis of developmental mutants has shown that ovule
morphogenesis relies on tightly regulated genetic interactions that can serve as a model for
developmental regulation. Redundancy, pleiotropic effects and subtle phenotypes may preclude
identification of mutants affecting some processes in screens for phenotypic changes. Expression-
based gene discovery can be used access such obscured genes.
Results: Affymetrix microarrays were used for expression-based gene discovery to identify sets
of genes expressed in either or both integuments. The genes were identified by comparison of pistil
mRNA from wild type with mRNA from two mutants; inner no outer (ino, which lacks the outer
integument), and aintegumenta (ant, which lacks both integuments). Pools of pistils representing
early and late stages of ovule development were evaluated and data from the three genotypes were
used to designate genes that were predominantly expressed in the integuments using pair-wise and
cluster analyses. Approximately two hundred genes were found to have a high probability of
preferential expression in these structures, and the predictive nature of the expression classes was
confirmed with reverse transcriptase polymerase chain reaction and in situ hybridization.
Conclusion: The results showed that it was possible to use a mutant, ant, with broad effects on
plant phenotype to identify genes expressed specifically in ovules, when coupled with predictions
from known gene expression patterns, or in combination with a more specific mutant, ino. Robust
microarray averaging (RMA) analysis of array data provided the most reliable comparisons,
especially for weakly expressed genes. The studies yielded an over-abundance of transcriptional
regulators in the identified genes, and these form a set of candidate genes for evaluation of roles in
ovule development using reverse genetics.
Background
Ovules, the precursors to seeds, are an important focus of
study to better understand plant development within a
unique reproductive context. Ovules are highly special-
ized for reproductive function, but the typical angiosperm
ovule, as found in Arabidopsis, is relatively simple mor-
phologically. Development of the ovule within the carpel
is well described, [1-5], beginning with primordia emer-
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gence from the marginal placentas of the carpels (floral
stage 9, ovule stage 1). The primordia have three regions,
the distal region or nucellus, marked by the formation of
the large megaspore mother cell, the central or chalaza
region indicated by the emergence of the two integu-
ments, and the proximal region which forms the funiculus
supporting the ovule (Figure 1A; floral stage 10, ovule
early stage 2). The inner integument initiates as a ring
from divisions in the L1, while the outer integument
derives from divisions on the gynobasal side of the ovule
below the inner integument. The integuments grow
together to enclose the nucellus and when this has
occurred the embryo sac develops from a meiotic product
of the megasporocyte. The integuments continue to differ-
entiate with the outer and inner integument cells chang-
ing in appearance in preparation for the integuments roles
in pollen tube attraction [6] and formation of the seed
coat.
Our knowledge of the genes involved in ovule develop-
ment has benefited from three complementary
approaches. Mutants with altered integument morpho-
genesis such as bell1 (bel1) and inner no outer (ino) were
discovered in screens for sterility [1,7-10]. Systematic
reverse genetics analysis of families of transcription fac-
tors has also yielded important ovule regulators, includ-
ing the MADS domain proteins encoded by
SHATTERPROOF  (SHP)1/2  and  SEEDSTICK (STK)
[11,12]. Finally, several genes identified through their
action in other organs or processes were subsequently
shown to have important effects in ovules, including
WUSCHEL (WUS) and  PHABULOSA (PHB) [13,14].
Identification of such genes and analysis of their interac-
tions have permitted the construction of models of ovule
development, including specification of regional ovule
identity, integument identity and outgrowth, and asym-
metric growth of the outer integument, reviewed in [15].
The two integuments are particularly interesting as a focus
of study as their evolutionary origins are unclear and are
likely to be separate, the inner integument from sterile
branches or telomes, and the outer integument from lat-
eral structures similar to leaves [16,17]. Despite the recent
advances, control of several aspects of ovule development,
such as inner integument patterning and integument mor-
phogenesis, remains poorly understood. Further mutant
screens to uncover regulatory genes may have limited suc-
cess as some phenotypes may not cause sterility, and plei-
otropic effects that lead to loss of flowers would obscure
ovule effects. A further problem results from redundancy
between gene families or pathways, which has been
shown for diverse Arabidopsis developmental regulators
such as the SEPALLATA (SEP)/AGAMOUS (AG) clade of
MADS domain genes [11,18], the NO APICAL MERISTEM
(NAM)  family genes, CUP-SHAPED COTYLEDONS
(CUC)1 and 2 [19], and the KANADI (KAN) genes [20].
An alternative to such forward genetic approaches is the
expression-based discovery of integument-expressed
genes. Research on the genes described above has shown
that developmental regulators often have specific and
restricted spatial and temporal domains of expression and
this concept has been exploited in strategies to find such
genes using subtractive hybridization, differential display,
cDNA and oligonucleotide microarrays, and technologies
such as Serial Analysis of Gene Expression (SAGE) and
Massively Parallel Signature Sequencing (MPSS) [21-25].
Microarrays have been successfully used to identify genes
expressed in specific structures. Some studies have utilized
isolated cell types or organs, such as guard cells or pollen
for this purpose [26-28]. In other studies, developmental
Ovule phenotypes of wild type, ino and ant Figure 1
Ovule phenotypes of wild type, ino and ant. A compari-
son of wild type (A – C) ovule development with ino (D – F) 
and ant (G – I) using scanning electron and fluorescence 
microscopy. Ovules are shown at developmental stage 2-IV 
(A, D, G), and 4-IV (B, E, H). (A, B) In wild type ovules, the 
two integuments grow as sheaths around the nucellus until it 
is fully enclosed and the outer integument envelopes the 
inner integument. (D, E) In contrast, ino mutant ovules show 
only inner integument growth and this structure encloses the 
nucellus but does not cause curvature of the ovule at matu-
rity. (G, H) ant ovules do not initiate integuments but do 
elongate and form a swollen region at the chalaza. The ant 
nucellus is naked at maturity. (C, F, I) Ovules at anthesis 
were cleared and stained for callose accumulation to identify 
non-functional embryo sacs that can be seen as brightly fluo-
rescing structures in ino mutants (arrow, F) and that are 
absent in wild type (C). Mature ant ovules (I) lack embryo 
sacs, but show callose fluorescence associated with chalaza 
and nucellus. c, chalaza; f, funiculus; ii, inner integument; oi, 
outer integument; n, nucellus. Scale bar = 15 μm in A, D, and 
G; 20 μm in H; 25 μm in B and E; and 45 μm in C, F, and I.BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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mutants that have homeotic changes or loss of structures
have been used through comparisons to wild type to iden-
tify genes expressed in those structures [29-34]. Two ovule
mutants have phenotypic properties that would enable a
microarray approach to integument gene identification.
The ino-1 mutant has an almost complete loss of the outer
integument [7]. The INO gene encodes a YABBY domain
protein important in polarity and growth of the outer
integument [35]. The AINTEGUMENTA  (ANT) gene is
known to be expressed in and required for proper out-
growth of organ primordia and, in particular, ant mutants
fail to initiate integument primordia [36-39]. Because
these mutants lack integuments, any gene that is
expressed mostly in these structures should be at a much
lower abundance relative to wild type in the set of mRNAs
isolated from these mutants. This approach would not be
expected to identify only genes that are direct targets of
INO and ANT, but rather a set of genes downstream of
these that are expressed in the structures that are absent in
the mutants.
We used microarrays to evaluate differences in gene
expression between wild-type carpels and those of ino-1
and ant-4. Approximately nine hundred genes were iden-
tified that were predicted to be expressed in placenta or
ovules, with two hundred twenty-two of these genes relia-
bly predicted to be in the ovule primordia or integuments
based on high fold changes or support from both
mutants. Among these are genes that are known to have
integument-specific activity, demonstrating that the
approach can detect genes important for ovule function.
The results were validated through quantitative polymer-
ase chain reaction and in situ hybridization for a subset of
the genes. These results will help build a more detailed
picture of the processes involved in integument morpho-
genesis, and, through further research on candidate genes,
will yield a greater understanding of the mechanisms of
regulation of ovule morphogenesis.
Results
Mutants used for comparative expression profiling
The ino and ant mutants were chosen for array analysis
due to their ovule phenotypes. Ovules of strong ino
mutants have only an inner integument, and do not curve
as in wildtype (Figure 1D, E) [7,35]. The general role of
the ANT gene in all above ground organs is to promote the
formation and growth of primordia, and to regulate that
growth to control the size of plant organs [36-41]. For
most organs these functions are partially redundant with
other genes, but in ant mutants the integument primordia
fail to initiate, and mature ovules have only a slightly
enlarged chalaza between the funiculus and nucellus (Fig-
ure 1G, H).
In addition to the integument phenotypes, both mutants
are affected in formation of mature embryo sacs, leading
to partial and complete sterility for ino and ant respec-
tively. The viability of mature embryo sacs was estimated
using decolorized aniline blue staining for callose, which
accumulates in defective embryo sacs [42,43] (Figure 1C,
F, I). 13% of ino mutant embryo sacs (n = 100) did not
show an accumulation of callose staining and approxi-
mately 5 seeds per silique (compared with 45–50 for wild
type) were formed under experimental growth conditions
indicating that only approximately one in ten embryos
sacs were functional. This is in agreement with micro-
scopic analysis indicating that structurally normal embryo
sacs could be formed in ino mutants [7]. For the ant-4
allele, there are fewer ovules per carpel than in wild type,
and sporogenesis was not observed to proceed beyond the
megaspore mother cell stage [7] resulting in complete
female sterility [36,37]. In addition, pistil size and stigma
cell number were reduced, and carpels could be partially
unfused [44,45].
Expression Profiling
The pistil expression profiles of ino and ant were com-
pared with each other and to wild type (Landsberg erecta,
Ler), with the following predicted gene expression pro-
files. As the outer integument is missing in both mutants,
genes that are preferentially expressed there should
exhibit absent or significantly decreased expression in
both ino and ant samples, relative to wild type. In contrast,
an inner integument-expressed gene should exhibit
absent or decreased expression in ant  but would be
unchanged in ino samples as the inner integument is still
present. A gene that is expressed in both integuments is
likely to show reduced expression in both mutants, with a
greater reduction in ant samples as these lack both integu-
ments. However, gene expression changes may be also
caused by defective embryo sac formation in ino and ant
and by the reduction in ovule number and effects on car-
pels in ant. By noting the expression level changes of genes
that are known to be expressed in these areas it may be
possible to define a pattern that identifies such genes for
exclusion.
Three different developmental classes of pooled pistils
were used. The FULL (F) pool, collected from wild type
(WT) and ino, contained pistils from the stage at which
ovule primordia are emerging (floral stage 9, ovule stage
1-II), up to mature ovules, just prior to anthesis (Figure 2;
floral stage 12, ovule stage 3-IV). Samples containing
fewer stages were collected to decrease the complexity of
the samples to provide better resolution of expression dif-
ferences and to evaluate the temporal expression patterns
of selected genes. The EARLY (E) pool, collected from all
three genotypes, included the youngest stages described
above up to the point when the integuments first enclose
the nucellus (floral stage 11, ovule stage 3-I), while the
LATE (L) pool, collected from WT, captured the remaining
stages after the integuments enclose the nucellus up toBMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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anthesis. Three biological replicates of each sample were
used, with the exception of the WT L arrays, which had
two replicates.
Affymetrix ATH1 Genome Arrays representing approxi-
mately 23,000 genes [46,47] were hybridized with the
WT, ino and ant samples. The data from these arrays were
processed using Robust Multiarray Averaging (RMA) [48],
as well as with dchip and Microarray Suite 5.0 (MAS) in
order to determine which method would be most appro-
priate for the data analysis. Scatterplots between replicates
(Additional file 1) and correlation coefficients (Addi-
tional file 2) showed that the replicates were very similar
to each other (r = 0.9930 - 0.9979 for RMA) and that RMA
produced the smallest variance between replicates, partic-
ularly at low levels of expression. Comparisons between
genotypes were made with the RMA processed data using
a moderated t-test in the limma program (affylmGUI) [49-
52], which stabilizes variances when few replicates are
used, and has been used to analyze data in other plant
microarray experiments with similar numbers of repli-
cates [34,53-55]. A multiple testing adjustment of p-val-
ues was obtained by conversion to q-values, where a
confidence level of 0.01 was used, giving a false discovery
rate of 1% [56]. The dchip processed data were also used
for genotype comparisons using the modified fold change
method, where the fold change threshold was 1.2, using
the lower bound of the 90% confidence interval for fold
change. Using the two statistical tests, there were more
genes identified as significantly changed between ant E
and wildtype with the RMA-limma test than with the dchip
test (3537 and 1672 respectively) and greater than 50% of
these genes were uniquely identified by a single method
(Additional file 3). The limma test with RMA processed
data was successful at identifying seventeen genes known
to be expressed in ovules while the dchip fold change
method was not as successful (five of seventeen genes
failed to be identified) (Additional file 4). This indicated
that the RMA-limma method was more appropriate for the
task of identifying ovule-expressed genes than the dchip
method. Based on these results, RMA processed data were
used for further expression analysis described below.
Pairwise comparisons between the mutant and the base-
line wild type arrays (WT F and ino F, WT E and ino E, and
WT E and ant E) showed that many more genes were
changed in the ant E samples (up to 14 times the number
identified with ino E) (Table 1), which was predictable
from the more perturbed phenotype of ant mutants and
the wider spectrum of action of the ANT gene. In addition,
there were more genes identified in the ino F comparison
than in the ino E comparison, which indicates that there
are several identified genes expressed in later stages of
ovule development. Finally, there were at least as many
genes with increased expression in the EARLY mutant
arrays as there were with decreased expression. This is in
contrast to the ino F comparison, where more genes
exhibited decreased expression in the mutant.
Based on the EARLY array hybridizations, expression of
1717 genes was significantly decreased in the ant mutant
relative to WT, and these genes formed a set from which
putative inner and outer integument genes were identified
based on their levels of expression in ino. From this set,
Stages of ovule development collected in the pistil pools Figure 2
Stages of ovule development collected in the pistil 
pools. Differential interference contrast images of wild-type 
ovules representing stages included in the pools. The FULL 
pools of pistils contained ovules from stage 1-II, through 
stage 3-IV ("maturity"). The EARLY pools of pistils contained 
ovules from stage 1-II through stage 3-I, when the integu-
ments just cover the nucellus. The LATE pool included ovule 
stages 3-II to 3-IV during which here is little change in ovule 
shape. The genotypes that were collected for each pool are 
indicated in grey. Ovules stages are based on Schneitz et al. 
[2]. f, funiculus; ii, inner integument; oi, outer integument; n, 
nucellus.BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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eight hundred putative inner integument genes were iden-
tified based on their showing a significant decrease in ant
E samples relative to ino E, but no difference between WT
E and ino E (WT = ino > ant). Of the 1717 genes reduced
in ant, eighty-nine genes showed a decrease in ino E rela-
tive to WT and these were further divided into a putative
outer integument set of fifty-eight genes that showed no
difference between ino E and ant E (WT > ino = ant) and a
set of twenty-five genes that showed a further significant
decrease in ant E and are therefore likely to have expres-
sion in both integuments (WT > ino > ant). These groups
of genes were clustered with Kohonen self-organizing
maps as implemented in GeneCluster 2.1.7 (SOM) [57],
and Broad Institute http://www.broad.mit.edu/cancer/
software/genecluster2/gc2.html using all the arrays (Addi-
tional file 5). Observing gene levels in the ino F arrays
allowed for extrapolation of the ino E inferences and use
of the LATE arrays showed whether expression of a partic-
ular gene is maintained later in development. Genes with
known expression were used to understand the nature of
the observed expression patterns and to set thresholds
that reflect specific expression patterns, as described
below.
Genes putatively express in the inner integument
The set of genes our analysis indicated were expressed in
the inner integument included several genes previously
shown to be expressed in ovule primordia or integuments.
These included PHB, an inner integument-expressed gene,
indicating that the comparisons could identify desired
genes. There was minor overlap with putative gameto-
phyte expressed genes (83 of 1278) identified using
mature  nozzle/sporocyteless  (nzz/spl) mutant ovules
[33,58,59] and coatlique mutant gynoecia [34]. However,
some genes expressed in specific cells of the embryo sac,
such as WUSHCEL-RELATED HOMEOBOX 2 (WOX2)
and WOX8 [60] or during meiosis (seven genes including
homologs of SPO11 and RAD51) [61,62], show no differ-
ential expression in our ant-hybridized arrays. A few genes
were previously identified as expressed in stigmatic papil-
lae and transmitting tract using arrays (seven of 140 iden-
tified) [31]. Therefore, most of the differentiation that
occurs in the stigma, transmitting tract and gametophyte
was not captured by this experiment, leaving the loss of
the integuments, reduction in ovule number and reduced
growth of the medial regions as likely causes of the iden-
tification of the large number of genes with small changes
in ant.
The interpretation of the cluster profiles for the 800 puta-
tive integument genes depended on whether the mutant
expression was considered absent (which indicated the
specificity of expression), the inclusion of known indica-
tor genes for each cluster (Additional file 6) and evalua-
tion of expression levels in ino. At least six genes fall to
very low levels in ant, and therefore could be integument
specific, while two thirds of the genes appear to be
expressed more highly during early stages of pistil devel-
opment since the WT E level is higher than the WT L level.
SOM clusters 4, 5 and 8 – 10 (Figure 3A) contain a total of
310 genes that show little or no change between WT and
ino arrays even at later stages and that have higher WT E
than WT L levels (except cluster 10), indicating little or no
outer integument or embryo sac expression later in devel-
opment, and more expression early in development.
Known genes in this group are expressed in medial
regions, placenta and ovule primordia, for example
CUC2, PERIANTHIA (PAN) and NUBBIN  [19,63,64],
while others also show some expression in integument
primordia, such as BEL1,  SPATULA  (SPT) and PIN-
FORMED 1 (PIN1) [10,65,66]. For these genes, outer
integument expression is too low to be discerned in the
ino arrays relative to the overall expression levels in the
pistil. The patterns can be roughly separated on the basis
of fold change: expression in ovule primordia regions
results in smaller changes (approximately -1.4) and ovule
and integument expression results in slightly higher fold
changes.
The remaining clusters all show changes in ino E arrays
which were not considered statistically significant but do
show a consistent pattern, and are split into two groups by
their WT L and ino F expression levels, which are signifi-
cantly lower than WT F levels in some cases. For clusters 0,
1, 2 and 6 the WT L expression is less than the WT E level
(Figure 3A) indicating that gene expression does not rise
or expand in later stages and the decrease in ino levels may
indicate some expression in the outer integument.
Accordingly, this group contains genes such as AINTEGU-
MENTA-LIKE 5 (AIL5) and ERECTA-LIKE 2 (ERL2),
expressed in placenta, ovule and integument primordia
[67,68] and L1 specific genes such as PROTODERMAL
FACTOR 2 (PDF2) and MERISTEM LAYER 1 (ATML1)
expressed in ovule primordia and the L1-derived integu-
ments [69,70]. In addition, twenty seven embryo sac
genes identified either by Yu et al [33] or by Johnston et al
Table 1: Number of genes significantly changed between 
mutants and wildtype
Pairwise tests # of genes Subcategorya # of genes
WT F vs ino F 474 Up 158
Down 316
WT E vs ino E 243 Up 120
Down 123
WT E vs ant E 3537 Up 1820
Down 1717
The total number of significantly changed genes between the indicated 
genotypes are presented. These were then divided into those genes 
where expression increased in the mutant (up), or that showed lower 
expression in the mutant (down). The "down" genes are the desired 
genes.BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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[34] were found in this set of genes, which could also be a
cause of decreased ino E levels. Cluster 2 also contains
PHB, previously shown to be downregulated in ant gynoe-
cia [40], whose slight decrease in expression in the ino
arrays could be reflecting post-transcriptional regulation
of the mRNA in the outer integument [14,71].
The third group, clusters 3, 7 and 11, in which expression
seems to increase towards later stages of pistil develop-
ment, also shows decreases in the ino F arrays, with larger
decreases in clusters 3 and 7 (Figure 3A). Such genes are
likely to have early carpel or ovule expression as well as
later outer integument expression, and remain expressed
in later stages, as is seen with the cluster 3 gene, FIDDLE-
HEAD (FDH) [72], and cluster 11 genes ERL1, which is
expressed throughout early carpels and later resolves to
expression in the ovules [68], and PRETTY FEW SEEDS
(PFS2), expressed in carpel and ovule primordia, and in
the chalaza, integument primordia and nucellus [73].
These genes have more ovule specific expression and also
show higher fold changes, which is likely to be correlated.
In summary, the known genes in this set of 800 genes
encompass a wide variety of expression patterns, whose
common thread seems to be expression in ovule primor-
dia. On the basis of the clustering results, genes expressed
primarily in the inner integument would be expected to
have patterns similar those genes in clusters 4, 5, 8, 9, and
10. These groups are also likely to be populated with
genes that have expression in placenta and ovule primor-
dia. Any decrease in ino arrays appears to signify a wider
expression pattern that includes ovule and integument
primordia, and expression that is maintained later in
development likely shows that the expression is not lim-
ited to primordial cells. With a few exceptions, more spe-
cific or prolonged ovule expression leads to higher fold
changes between wild type and ant.
Genes putatively expressed in the outer integument
The fifty-eight genes that are decreased in both ino and ant
to a similar level (Figure 3C) are considered good candi-
dates for expression in the outer integument, and accord-
ingly, the APETALA 3 (AP3) gene, known to be expressed
in the outer integument, was identified [74]. Similar to
the genes described above, lower fold changes could
imply general carpel expression combined with elevated
or more specific outer integument expression, as seen with
the SHP2 gene, also found in this group. SHP2 acts with
related genes to specify ovule development, and is also
expressed early in carpel development [11,75,76]. Muta-
tions in RABBIT EARS (RBE), produce a phenotype in
which the growth of the outer integument is aberrant,
Groups of inner and outer integument expressed genes iden- tified by SOM clustering and significant differences in expres- sion Figure 3
Groups of inner and outer integument expressed 
genes identified by SOM clustering and significant dif-
ferences in expression. The expression profiles of genes 
that showed significant changes and were more than two-fold 
changed in the mutants are shown grouped by predicted 
location of expression and cluster. The mean values for each 
gene were standardized to a mean of 0 and standard devia-
tion of 1 (z-transformation), in order to focus on expression 
changes and not magnitude of expression. SOM cluster num-
bers (Additional file 5) are indicated at the bottom left of the 
graphs where applicable. (A) Genes likely to be expressed in 
the inner integument or other regions affected by the ant 
mutant are separated into 3 groups with different patterns. 
(B) Genes likely to be expressed in both integuments show a 
steady decrease in expression from WT E through ino E to 
ant E. (C) Genes likely to be expressed in the outer integu-
ment or at late stages in the embryo sac. The EARLY ("E") 
group is defined by lower expression levels in ino E, with sim-
ilar levels in ant E while the FULL ("F") group contains those 
genes that only showed significant differences between WT F 
and ino F, and not at the early stages.
0,1
2,6
4,5
8
9
10
3
7
11
E
F
A
B
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with the inner integument being affected at later stages
[77,78]. Expression of this gene has been described as
being in both integuments [78], but this is not reflected by
the measurements on the arrays, which show similar
decreases in both ino and ant relative to wild type. There
are at least three other uncharacterized transcription factor
genes that would be good candidates for activity in the
outer integument. These encode an AP2 domain protein,
a ZF-HD protein and a myb domain protein.
Putative outer integument genes are also contributed by a
comparison of the WT F and ino F arrays, with one hun-
dred forty three genes identified only by these arrays.
These are good candidates for being expressed in the later
stages of outer integument development, and may be
involved in differentiation of the cell layers in preparation
for pollen reception or seed coat development. However,
genes that are predominantly and strongly expressed in
the embryo sac at late stages will share this pattern, as evi-
denced by the overlap (50 genes, 35%) with putative
gametophyte expressed genes [33,34]. Therefore all the
identified genes will require further validation of expres-
sion pattern. A total of seventeen putative outer integu-
ment genes dropped to very low levels in ino indicating
specific expression in the outer integument.
Genes putatively expressed in both integuments
Twenty-five genes exhibited expression patterns expected
for expression in both integuments, with ino expression
lower than wild type and ant lower than ino (Figure 3B).
Most such genes were greater than two-fold changed from
wild type to ant, and all showed a reduction in ino F as
well as in ino E, with variation in WT L levels. As expected,
this group contains the INO  gene, which is expressed
briefly in the ino mutant [79]. Also detected here is the
SUPERMAN (SUP) gene, involved in regulation of INO
[79,80] and integument growth, although expression in
integuments has not been observed [81-83]. For
At4g12960, only inner integument expression has been
described, at late stages [30], but the array measurements
predict expression in both the inner and outer integu-
ments at earlier stages. For this gene and SUP it is possible
that the loss of the outer integument affects gene expres-
sion in the inner integument.
Summary of analysis
While all the above genes are candidates for expression in
the integuments, only those genes with significant expres-
sion changes from wild type in both ino and ant, or those
with a 2-fold change level from wild type were examined
closely (207 genes). This selection was made based on the
observation that known expression patterns that were
most specific to ovules had higher fold changes. This
leaves 132 putative inner integument genes (Additional
file 7), retaining known ovule expressed genes such as
BEL1, PFS2, ETTIN (ETT), PAN and AIL5, but excluding
genes with wider carpel expression (such as PHB  and
CUC2), L1 expressed genes, and other placenta and pri-
mordia genes such as FDH, MONOPTEROS, ATCEL2 and
SPT. The outer integument group is reduced to 50 genes,
removing genes such as SHP2 (FC = -1.3) whose expres-
sion is not specific to the outer integument, but retaining
the AP3 and RBE genes (Additional file 8). The 25 genes
that show decreases in both ino and ant are all retained
and listed in Additional file 9. The expression profiles of
these genes from the arrays are shown in Figure 3, grouped
by general expression changes into 'outer integument',
'both integuments' and 'inner integument and primordia
expression' groups, and then into subgroups based on
analysis information above.
Functional categorization of the discovered genes
The sets of genes described above were analyzed for their
putative functions, as listed at The Arabidopsis Informa-
tion Resource http://arabidopsis.org, using gene ontology
searches http://www.geneontology.org and published lit-
erature. Divisions into broad functional classes are shown
in Figure 4. The proportions of the different categories
vary little between the putative expression groups. The
most prominent categories are proteins with unknown
function and proteins involved in metabolism. There are
also many putative transcription factors and DNA binding
proteins (Table 2), which are good candidates for regula-
tors of ovule development. The proportion of transcrip-
tion factors is approximately 20%, which is higher than
estimates for the proportion of transcription factors found
in the genome (6–7%) [84-86].
Within the set of transcriptional regulators, several fami-
lies are represented, including different types of Zn finger
(9), B3 (5), homeodomain leucine zipper (3), myb (2),
bZIP (1), HMG/ARID (2), MADS (1), bHLH (1), YABBY
(2), homeodomain (3), ANT-like (2), WRKY (2), ARF (2),
ERF (1), TCP (1), and GARP/KANADI (1) proteins [84].
These encompass both characterized and uncharacterized
proteins, and make good candidates for ovule develop-
ment regulators. Groups of gene family members form
good targets for analysis, as these genes, if they act redun-
dantly in ovule development, would not be found
through mutant screens.
Of the five identified B3 domain family proteins, four are
part of the reproductive meristem (REM) family [87]. Two
of the REM genes are very similar to each other (63%
amino acid identity) and occur close to each other on
Chromosome 5: At5g18000 (REM18) [88] and
At5g18090.  REM18  is regulated by the ovule identity
complex formed by STK, SHP1/2 and SEP [76,88,89].
Most of the seventeen class I homeodomain leucine zip-
per proteins (HD-ZIP I) are uncharacterized. All 3 mem-
bers of the δ subclass, ATHB40  (At4g36740),  ATHB21BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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Table 2: Identified transcriptional regulators and DNA-binding proteins.
A
Clust Gene Gene Symbol Description WT E vs ANT E WT E vs INO E WT F vs INO F
(2) At5g57390 AIL5 AP2/EREBP, ANT-like 
(organ size control, inflorescence)
-2.17 -1.33 -1.36
(3) At1g79700 --- AP2/EREBP, AP2-like -2.38 -1.37 -2.29
(5) At2g46530 ARF11 auxin-responsive factor -2.18 -1.19 1.05
(10) At2g33860 ETT auxin-responsive factor (flower development) -2.37 1.03 1.07
(4) At1g26680 --- B3 REM family -2.86 -1.15 -1.10
(10) At5g18090 --- B3 REM family -2.06 -1.11 1.16
(7) At3g46770 --- B3 REM family -1.54 -1.26 -1.44
(11) At3g61970 NGA2 B3 NGATHA family 
(lateral organ development, gynoecium)
-2.24 -1.04 -1.42
(7) At2g20180 PIL5 bHLH family 
(light responsive GA synthesis repressor)
-3.13 -1.42 -2.00
(3) At4g37610 BT5 BTB/POZ and TAZ zinc finger -4.91 -1.37 -2.40
(0) At3g48360 BT2 BTB/POZ and TAZ zinc finger (telomerase activation) -4.78 -1.26 -2.59
(8) At1g68640 PAN bZIP family (floral organ nmber) -2.16 -1.17 1.31
(2) At3g55560 AGF2 DNA-binding At-hook family -2.69 -1.16 -1.54
(10) At4g24150 ATGRF8 growth-regulating factor family -2.70 -1.10 -1.13
(9) At1g76110 --- HMG1/2, ARID/BRIGHT DNA-binding domain -3.01 -1.20 -1.14
(4) At1g04880 --- HMG1/2, ARID/BRIGHT DNA-binding domain -2.35 1.07 1.06
(7) At4g36740 ATHB40 homeobox-leucine zipper Class I family -3.80 -1.89 -4.73
(11) At1g75430 --- homeodomain protein -2.02 1.03 1.04
(10) At5g41410 BEL1 homeodomain protein (ovule development) -2.66 -1.12 -1.11
(7) At5g17300 --- myb family -2.01 -1.21 -1.91
(3) At4g37260 MYB73 myb R2R3 family -1.86 -1.03 -1.58
(0) At5g51910 --- TCP family -1.52 -1.16 -1.42
(11) At2g01500 PFS2 WUS type homeobox (ovule development) -2.17 -1.50 -1.59
(8) At1g69180 CRC YABBY family (abaxial cell development) -2.19 1.02 -1.18
(7) At2g36320 --- zinc finger (AN1-like) family -1.51 -1.06 -1.37
(7) At5g57660 --- zinc finger (B-box type) family -1.76 -1.13 -1.66
(3) At2g25900 --- zinc finger (CCCH-type) family -2.23 -1.07 -1.79
(7) At5g61120 --- zinc finger (PHD type) family -2.02 -1.23 -1.18
B
Early At5g61590 --- AP2/EREBP, ERF subfamily B-3 -1.85 -1.63 -2.48
Full At2g18050 HIS1-3 histone H1-3 (drought stress inducible) -1.89 -1.34 -4.50
Full At2g18550 ATHB21 homeobox-leucine zipper Class I -2.13 -1.41 -3.66
Full At5g03790 ATHB51/LMI1 homeobox-leucine zipper Class I 
(LFY target, meristem identity)
1.58 -2.23 -6.65
Early At3g54340 AP3 MADS-box protein (floral development) -1.82 -2.38 -6.38
Full At5g01840 AtOFP2 ovate family, interacts with BLH4 
(transcriptional repressor)
-1.14 -1.13 -2.34
Early At2g40750 WRKY54 WRKY family transcription factor (defense response) -1.59 -2.10 -1.58
Early At5g06070 RBE zinc finger (SUP-like C2H2 type) family -2.30 -2.01 -1.98
C
At5g18000 REM18 B3 family, reproductive meristem 
(regulated by STK/SHP1/2)
-3.37 -1.51 -1.44
At5g42630 ATS/KAN4 GARP family transcription factor 
(integument development)
-7.13 -2.00 -1.31
At3g56400 WRKY70 WRKY transcription factor 
(plant senescence, defense)
-2.66 -1.74 -2.05
At1g23420 INO YABBY transcription factor 
(integument development)
-10.33 -4.04 -9.14
At1g68190 --- zinc finger (B-box type) transcription factor -2.28 -1.67 -2.03
At3g23130 SUP zinc finger (C2H2 type) (floral development) -2.03 -1.40 -1.55
Transcription regulators and DNA binding proteins predicted to be expressed in the inner integument, ovule primordia and medial regions (A), the outer 
integument (B) and both integuments (C). The listed genes show strong evidence of expression in the integuments (2-fold decreased in one mutant or significantly 
decreased in both mutants). Fold changes between pair-wise comparisons are given (negative values indicates a lower value in the mutant). SOM cluster 
assignment or evidence stemming from the EARLY or FULL arrays are noted.BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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(At2g18850) and ATHB53 (At5g66700), show decreased
expression in the mutants. This group of genes is
expressed in inflorescences, and is induced by ABA and
NaCl treatment in seedlings and ovules [90,91]. The
related subclass ε contains two proteins ATHB51
(At5g03790) and ATHB22 (At2g36610). ATHB51/LATE
MERISTEM IDENTITY 1 (LMI1), which was identified as
a putative outer integument gene, is activated by LFY in
meristems and regulates CAULIFLOWER expression and
leaf/bract formation [92-94]. ATHB22 shows no evidence
of expression in this experiment, but the MPSS database
[24] shows low expression in inflorescences that drops to
near zero in agamous inflorescences, implying carpel or
stamen expression. No ovule mutant phenotypes were
observed from putative insertional knockouts of ATHB51/
LMI1 or ATHB40 (data not shown), and mutant combina-
tions might be required to expose a role in ovule develop-
ment, possibly as developmental regulators or
environmental response factors.
Proteins with TAZ zinc fingers and BTB/POZ protein bind-
ing domains were shown to bind calmodulin and the BET
class of chromatin binding and modification proteins that
contain a bromodomain [95-98]. Two of these genes are
predicted to be expressed in regions affected in the ant
mutant and show almost identical expression profiles,
being greater than 4-fold decreased in ant and 2.5-fold
decreased in ino. BTB AND TAZ DOMAIN PROTEIN 2
(BT2) (At3g48360) induces telomerase activity in
response to auxin [99], while BT5 (At4g37610) has no
described function. Another pair of related genes, the
HMG ARID transcription factors At1g76110 and
At1g04880, are putative chromatin binding proteins [84]
and putative inner integument or primordia genes. The
specific functions of these genes are not known, and they
represent interesting candidate genes for ovule develop-
ment.
Several genes that encode proteins involved in protein
modification and proteolysis were identified in this anal-
ysis. These include proteins involved in ubiquitin-medi-
ated proteolysis, as well as RING proteins, protein kinases
and proteases. A group of enzymes involved in trehalose
metabolism, (4 of 11 trehalose-6-P synthase genes and a
trehalase) were also identified. Trehalose synthesis has
been shown to affect trichome morphology and plant
architecture in Arabidopsis through regulation of cell
shape [100], and could be acting similarly in the gyn-
oecium.
Validation of expression profiles and integument group 
predictions
The effectiveness of the array methodology and experi-
mental design was evaluated using three approaches,
quantitative RT-PCR (qRT-PCR), in situ expression analy-
sis of select genes, and detection of known, expected genes
within the integument groups as detailed above.
qRT-PCR was used to obtain an independent assessment
of a sample of the microarray results [101], to test for spu-
rious results due to cross hybridization, alternative splic-
ing, or technical problems leading to inaccurate
measurement of expression. Twelve genes that repre-
sented a range of fold changes and absolute expression
levels were tested. The relative expression levels deter-
mined by qRT-PCR are compared with fold changes from
the arrays in Figure 5, and for all the genes tested the direc-
tion of the fold change was confirmed, although there was
variability in the magnitude of fold changes. When fold
changes were small (< 2) the microarray and qRT-PCR
results were more similar than when fold changes were
Classification of identified genes by protein type and function Figure 4
Classification of identified genes by protein type and 
function. Proteins were classified into categories using GO 
annotations and published information and the percentages 
of each category encoded by the genes in each integument 
group are shown. 'Unknown biological function' includes 
those proteins with no recognized domains, as well as pro-
teins with recognized, conserved domains of unknown func-
tion. The category 'transcriptional regulators and DNA 
binding proteins' includes recognized transcription factor 
families and chromatin binding proteins, that may or may not 
be involved in regulation.
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larger. The rankings of genes by fold change did not vary
widely between the two methods, so that relative differ-
ences in expression levels were also confirmed by the qRT-
PCR method.
Analysis of mRNA expression patterns with in situ hybrid-
ization tests the predictive value of the expression profil-
ing groups and provides important information for
understanding gene function. In situ hybridizations were
performed for At3g55560 (AT-HOOK PROTEIN OF GA
FEEDBACK 2, AGF2), that encodes an At-hook DNA bind-
ing protein [102]. This gene showed a 2.7 fold decrease in
ant relative to wild type, and a slight decrease (1.5 fold) in
ino in the FULL arrays, and was in cluster 2, predicting
expression in primordia, medial regions or inner integu-
ment with later embryo sac or outer integument expres-
sion. In confirmation of this prediction, early expression
was seen in the placenta and ovule primordia, as well as
the inflorescence meristem and flower primordia, and in
the outer integument and distal funiculus of the ovule
later. Serial sections indicated that expression was highest
in the anlagen and primordia in the outermost 2 to 3 cell
layers of flower primordia (Figure 6A). Expression was
observed in the floral organ primordia, and persisted in
growing carpels, stamens and petals (Figure 6B). The petal
expression was highest in the edges of the petals, and
expression in the anthers was highest in the center of each
locule, prior to pollen formation. After microsporogene-
sis, expression in the tapetum and pollen decreased and
was undetectable at maturity (not shown). In carpels,
expression was limited very early to the parietal placental
regions, before fusion of the septum (Figure 6C). Expres-
sion remained high in the ovule primordia as they formed
as protrusions from the placenta (Figure 6D, E), and local-
ized to the distal funiculus and outer integument after
integument initiation (Figure 6F). By maturity, expression
could not be detected in any part of the ovule (data not
shown). A sense probe made from the same construct
showed a distinct pattern confined to sporogenous cells,
with a high level of expression seen in the tapetum and
pollen and in the developing embryo sac (Figure 6G). In
addition, MPSS signatures exist in this genomic region for
this strand which have a different distribution pattern
from the signatures for the coding strand [24].
In situ hybridization was also performed for At5g42630
that had shown a 7-fold decrease in ant and a 3.5-fold
decrease in ino relative to wildtype. These array results,
that predicted expression in both integuments, were used
in combination with a separate map-based cloning effort
(that had narrowed the search to fourteen candidates) to
identify this gene as ABERRANT TESTA SHAPE (ATS)
[103]. Full characterization of ATS is published elsewhere
[104]. The ats mutant is affected in both integuments, and
in situ hybridization showed initial expression in both
Comparison of values obtained for differential expression  using qRT-PCR and microarrays Figure 5
Comparison of values obtained for differential 
expression using qRT-PCR and microarrays. Relative 
expression levels obtained through qRT-PCR were com-
pared with microarray expression levels (RMA derived) for 
selected genes. Error bars for qRT-PCR values are the stand-
ard deviations (n ≥ 3). (A) Comparisons between WT E and 
ant E, and between WT E and ino E. For the gene At4g36740 
no amplification product was obtained from the mutants, 
indicating that mRNA for this gene was below the limit of 
detection using qRT-PCR. (B) Differential expression 
between WT F and ino F.
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integuments that subsequently resolves to expression in
the inner integument, confirming the prediction from the
array results (Figure 7G – 7I) [104].
The gene with highest fold change observed between wild
type and ino, At2g34700, was categorized as an outer
integument gene, (Figure 3C). In situ hybridization con-
firmed this result, showing that this gene is expressed
solely in the outer integument in inflorescences, and
likely in the outermost layer of the outer integument (Fig-
ure 7A – 7D). MPSS data for this gene indicates that this
protein is limited to expression in inflorescences and
therefore is likely to be an outer integument-specific gene.
The protein product of At2g34700 is similar to the pollen
Ole e 1 allergen from olive [105] and is a member of an
uncharacterized group of plant-specific proteins that are
likely secreted and may act as extensins. Expression was
first visible in the basal/proximal region of the outer integ-
ument (Figure 7A) and initially localized to only one or
two cells (Figure 7B). Expression spread to most cells of
the outer cell layer as the outer integument grew (Figure
7C) and close to maturity, expression was retained at high
levels in the outer cell layer (Figure 7D).
As the At2g34700 protein is predicted to be secreted, (Tar-
getP 1.1) [106], subcellular localization was investigated
using a C-terminal fusion of the GFP coding sequence to
a cDNA encoding the At2g34700 protein, under control
of the CaMV 35S promoter [107]. GFP was observed most
strongly in trichomes and guard cells of transformants
and in these cells the fluorescence was localized to the cell
wall (Figure 7E). Two Ds transposon insertion lines [108]
were obtained and lines containing homozygous inser-
tions were identified using PCR. Neither line showed any
differences in phenotype from wild type when examined
In situ hybridization pattern of At3g55560 in inflorescences Figure 6
In situ hybridization pattern of At3g55560 in inflores-
cences. (A – F): anti-sense probe; (G, H): sense probe. (A) 
Transcripts of At3g55560 were detected in the outer cell 
layers of floral primordia and floral organ primordia, and 
were maintained in the medial region of the elongating carpel 
(B). (C, D) Expression specific to the placenta was observed 
prior to fusion of the septum. (E) Emerging ovule primordia 
showed specific expression, that was maintained most 
strongly in the outer cell layers of the chalaza as the ovules 
developed (F). Expression was maintained at low levels in the 
distal funiculus and chalaza as the integuments initiated. (G) 
The sense probe detected RNA in the megaspore mother 
cell and developing embryo sac, as well as in the tapetum and 
pollen at maturity (H), but not in the structures that hybrid-
ized to the anti-sense probe. Bar = 20 μm in A, B, and F (bot-
tom); 5 μm in C, and G; 10 μm in D, E, and F (top); 40 μm in 
H. c, carpel; ch, chalaza; es, embryo sac; f, funiculus; fm, floral 
meristem; fp, flower primordium; im, inflorescence meris-
tem; n, nucellus; oi, outer integument; op, ovule primordium; 
p, pollen; pl, placenta; se, septum; st, stamen.
In situ hybridization pattern of At2g34700 and ATS in ovules  and sub-cellular localization of At2g34700-GFP protein fusion Figure 7
In situ hybridization pattern of At2g34700 and ATS in 
ovules and sub-cellular localization of At2g34700-
GFP protein fusion. (A-D): At2g34700 antisense probe; (E, 
F): confocal fluorescence micrographs of trichomes; (G – I): 
ATS antisense probe. Expression of At2g34700 was seen in 
the basal outer integument at emergence, (A) and was often 
in only one to two cells in the outer cell layer of the outer 
integument (B). As the integument grew, expression 
expanded both basally and apically but was not present in all 
cells of the outer layer at the same time (C). Close to anthe-
sis, expression was strong and uniform in the outer integu-
ment (D). Arabidopsis trichomes stably transformed with a 
construct constitutively expressing a C terminal GFP fusion 
protein (P-UBQ10: At2g34700-GFP) showed fluorescence 
predominantly in the cell wall, indicating secretion of the 
fusion protein (E). Untransformed wild type trichomes 
showed low autofluoresence in the cell, mostly at the cell 
wall-plasma membrane junction (F). Excitation was increased 
several fold relative to (E) in order to observe the dimmer 
fluorescence. As the two integuments emerged, ATS expres-
sion was seen in the outer (abaxial) layer of the inner integu-
ment, and inner (adaxial) layer of the outer integument (G), 
and became confined to the inner integument as it extended 
along the nucellus (H). This expression formed a ring corre-
sponding to inner integument encircling the nucellus (I). Scale 
bar = 30 μm in A, B, D, G, and H; 45 μm in C and I; 25 μm in 
B and E; 30 μm in E; and 25 μm in F. f, funiculus; n, nucellus; ii, 
inner integument; oi, outer integument; t, trichome.BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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with SEM (data not shown). There are two similar genes
(63% amino acid similarity) in the Arabidopsis genome
that could be redundant with At2g34700, alternatively,
loss of function of this gene may not produce noticeable
effects under normal conditions.
Discussion
In this study, the spatial and temporal expression of genes
in Arabidopsis integuments was analyzed by comparing
the gene expression profiles of ovule morphogenesis
mutants. The grouping of genes into broad domains of
expression had predictive power, as shown by the correct
assignment of genes with know expression patterns and
the results of in situ hybridizations performed on candi-
date genes. At least thirty uncharacterized genes encoding
proteins with likely regulatory function were identified in
this study as having preferential expression in integu-
ments. Thus, the use of mutants that lack specific struc-
tures to identify gene expressed in those structures was
successful in providing new candidates that are likely to
be playing roles in integument growth and development.
The candidate genes were selected on the basis of a com-
bination of robust statistical tests and biological informa-
tion. Approximately 4000 differentially regulated genes
were initially identified by pair-wise statistical tests, for
which the FDR rate was kept at 1%, which implied that
approximately 40 genes were incorrectly identified as sig-
nificant. Subsequently, the sets of genes were subjected to
biological tests, to ensure that their expression levels were
logical, given the nature of the mutants: genes had to
show a decrease in expression in the mutants, and, where
necessary, in both mutants. Next, the genes were analyzed
for shared patterns of expression and sorted into groups
using known expression patterns as profile indicators. On
the basis of these indicators and to bring the number of
genes to a manageable level, the groups were further sub-
jected to a filter whereby genes were only retained if they
were greater than 2-fold changed or had significant q-val-
ues in two pair-wise comparisons, resulting in a set of 207
genes. The use of a fold-change cutoff was justified by the
observation that more specific expression patterns had
higher fold changes in this experimental context, helping
to differentiate between broadly expressed genes and
those with ovule-specific expression. In addition, genes
with higher fold changes were more likely to be selected
by different statistical tests, giving more confidence to
their selection.
There was a small set of twenty-five genes (including six
putative transcription factors) that were predicted to be
expressed predominantly in both integuments, including
the gene ATS/KAN4, now known to be expressed in both
integuments [104]. Approximately ten-fold that number
were predicted to be predominantly expressed in the outer
integument (including at least ten putative transcription
factors), and 50 of these genes were decreased by more
than two fold in ino. Known outer integument genes were
identified, such as AP3, and an unknown gene was shown
to be expressed in the outer integument using in situ
hybridization (At2g34700). Some genes, such as RBE and
At4g12960, have described expression patterns that differ
from the predicted expression from the array, with expres-
sion in both integuments instead of just one or the
reverse. Taken together, these results show that the array
analysis was successful at predicting overall expression in
the integuments and for most genes can predict whether
that expression is in the outer or both integuments. Sev-
eral genes (132 with 2-fold decrease in ant or significant
decrease in ino F) were identified as candidates for early
inner integument expression. While the aim of this study
was to uncover novel genes involved in integument devel-
opment, the data have also shown a clear ability to iden-
tify those genes expressed in the placenta and ovule
primordia, as shown by in situ hybridization of the gene
AGF2/At3g55560. This is a useful result as there is much
that remains mysterious about placenta formation and
the initiation of ovule primordia. Clustering of the differ-
ent expression profiles suggests pattern differences
between integument and placental expression, but further
expression characterization will be necessary to sort such
genes from those expressed in the inner integument.
Separately pooling early and late stages decreased the
complexity of the samples and allowed better resolution
of expression differences of lower expressed genes and
genes active early in ovule development that may be key
regulators of developmental processes. In addition, gene
expression changes due to the failure of the embryo sac to
develop were reduced with the earlier samples, as there
were fewer putative gametophyte genes in the EARLY sam-
ples than the FULL samples. Although fifty of the 207
selected genes have evidence of embryo sac expression
from other array experiments, there is a significant proba-
bility that such genes are not only expressed in the game-
tophyte, as genes such as PFS2, RBE, At2g34700 and
At4g12960 have been shown to have specific integument
expression, despite their identification as putative embryo
sac genes [30,73,78]. This work has also confirmed that
the sensitivity of the arrays was sufficient to detect changes
in integument expression even within the complex tissue
of whole pistils. A similar ability to distinguish differen-
tially expressed genes was observed in the comparison of
whole siliques of wild type and heterozygous medea
mutants that showed 50% embryo abortion [32], and by
comparison of pistils with and without gametophytes
[34]. This sensitivity, however, was challenged when
genes were expressed at lower levels or in very few cells, as
seen with the meiosis and gametophyte cell specific genes,
which are very likely not expressed in the ant mutant and
yet show no difference between the mutant and wild type.
This was partly beneficial, as these genes would contami-BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
Page 13 of 20
(page number not for citation purposes)
nate the desired set of integument genes. However, if
some genes were expressed very transiently in the integu-
ments or in only a few cells, these genes would be unlikely
to be found. The use of a relatively high fold change cutoff
would also reduce the probably of finding such genes.
Fortunately, genes expressed in integument primordia
may not be affected as the primordia comprise several
cells due to the ring or half ring nature of the integuments.
Many of the identified genes were not at putatively absent
levels in the mutants implying expression in other regions
of the pistil. This is important because there is evidence
that regulators of integument development have other
roles in the carpel, as is the case for the SHP genes and
ANT itself. However, the ability to detect different levels of
expression was negatively affected when the expression
was widespread, meaning that genes with more specific
expression in integuments or primordia were preferen-
tially identified.
There was an overabundance of transcription regulator
genes in the dataset (20%) compared with the genome
sequence (6–7%) [84-86]. While there is some uncer-
tainty in such analyses due to evolving notions of tran-
scription regulation, transcription factors appear to be
selectively identified in this analysis. One reason for this
could be the nature of the comparison that was being
made. Since a large part of the cell types making up the
samples were in common between the genotypes, with
only specific structures being absent, more ubiquitously
expressed genes such as metabolic enzymes are less likely
to have been identified. Rather, those genes that have
more specific expression patterns were identified, and
transcription factors are often among these types of genes.
The forty-two putative transcription factors identified at
high fold change in this experiment occur in several gene
families. It was surprising that only one MADS domain
protein was identified at greater than 2-fold changed, as
these genes are significantly involved in reproductive
development. For some specific genes, such as SHP2, this
is may be because of their more general expression in the
carpels.
Transcription profiles of gene family members can be
compared to yield information on their possible redun-
dant action, or to identify members that act alone in spe-
cific cell types. The four members of the HD-ZIP I family
identified in this analysis display differences in expression
profile, which will help to predict which genes to analyze
in mutant combination. Similarly, NGA2 gene expression
is decreased in ant by greater than 2-fold, which indicates
that this family member is regulated differently from the
remaining three NGA genes. NGA genes are thought to act
redundantly in lateral organ growth [109], and NGA2
could be acting more specifically in the carpel medial
regions or inner integument.
The confirmation of expression using in situ hybridization
has provided useful information about two genes. The
presence of the At2g34700 mRNA in the growing outer
integument in a specific pattern, secretion of the
At2g34700 protein into the cell wall, and the encoded
extensin motifs suggest at least two possibilities for this
gene. The protein may be acting in cell expansion or mat-
uration, as the outermost cells of the outer integument are
relatively large, and also undergo cell wall rearrangements
after fertilization to accommodate secretion of mucilage
[110]. Extensins are also implicated in defense responses,
and many respond to wounding or other environmental
signals. An accumulation of this protein in the cell wall
could be part of the complex set of defenses that are put in
place to protect the developing seed. As putative knock-
outs in this gene did not show any unusual ovule mor-
phology, double or triple mutants with paralogs may be
needed to determine function.
The expression of the gene At3g55560 (AGF2) in carpels
was specific to the placental regions and early ovule pri-
mordia, while the MPSS and GeneAtlas (Genevestigator)
[111] databases indicate that this gene is not limited to
expression in the carpel, but is found in seedlings, leaves
and roots, with strongest expression in callus. AGF2 con-
tains an AT-hook motif thought to bind AT-rich regions of
DNA [112], and that has been implicated in plants in
binding to matrix attachment regions of chromosomes
during mitosis [113,114] as well as binding to promoters
as part of HMG transcription complexes [115]. AGF1 and
AGF2 bind to the GA3ox1 promoter in vitro, and AGF1
has been shown to function in the GA-negative feedback
regulation of that gene [102]. There is no additional evi-
dence that AGF2 functions in GA signaling, but it is possi-
ble that this protein could be acting to control GA induced
development in the placenta. One of three gibberellin
receptors (GID1C) [116,117] is also identified as puta-
tively expressed in medial regions or ovule primordia
indicating a possible specific action of a set of giberellin
regulators in ovule development.
Several auxin responsive genes and genes involved auxin
transport and perception were among the set of genes that
were considered decreased in the mutants. These were
genes such as PIN1, which had previously been shown to
be expressed in the ovule epidermis and integuments in a
polarized manner [66]. Such expression is thought to
result in the observed foci of auxin accumulation in grow-
ing regions such as the integument tips. It therefore is not
surprising that three of the auxin receptor proteins
(TRANSPORT INHIBITOR RESPONSE 1 (TIR1), AUXIN
SIGNALING F-BOX 1 (AFB1) and (AFB3) [118-120]) are
predicted to be expressed in regions affected by ant. A per-
tinent question is whether there are specific auxin
response factors (ARF) [121] that act in ovule develop-BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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ment. Only 2 ARFs were retained after applying the final
fold change thresholds, including ETT  and  AUXIN
RESPONSE FACTOR 11 (ARF11). ETT has a known role in
the auxin-mediated growth and development of the gyn-
oecium, but no specific role has been demonstrated for
ARF11  [122,123]. ARF18, the most similar protein to
ARF11 [123,124] (70% identity over most of the protein),
shares a similar expression profile to the ARF11 gene but
with lower fold changes that were significant but not suf-
ficient to be included in the final set. This pair of genes
could also be acting redundantly in ovules to mediate
auxin responses and affect cell divisions and differentia-
tion.
Our studies provide numerous candidate genes to serve as
targets for further analysis for their specific expression pat-
terns and function through reverse genetics. In addition,
this dataset provides further utility as a resource for infor-
mation on genes of interest identified through other
means and also provides an as yet uncharacterized set of
genes that were upregulated in the two mutants examined.
Conclusion
This work identified a set of approximately two hundred
candidate genes expressed in the integuments through
comparison of wild type to mutant ovules. The genes are
predicted to have expression in the outer integument,
both integuments or the inner integument and ovule pri-
mordia, and these predictions were confirmed by the pres-
ence of known genes in these groups, and through in situ
hybridizations. Different analysis methods were com-
pared, and RMA was considered most effective at reducing
variance for low expressing genes (such as transcription
factors). Genes identified with the limma modified t-test
differed by up to 50% from those identified by the dchip
fold change test, but the limma test was more effective at
identifying known genes that differ between genotypes
and thus this test was used for the analysis. The results
showed that it was possible to use a mutant, ant, with
broad effects on plant phenotype to identify genes
expressed specifically in ovules, when coupled with pre-
dictions from known gene expression patterns, or in com-
bination with a more specific mutant, ino. Groups of
genes known to act in plant growth regulator pathways
(such as auxin and giberellin) were identified, confirming
the importance of such pathways in organ patterning and
growth and providing an indication of which family
members are acting specifically in ovules. The studies
yielded an over-abundance of transcriptional regulators in
the identified genes, which form a set of candidate genes
for evaluation with reverse genetics.
Methods
Plant material growth conditions
Wild type plants were Landsberg erecta (Ler) ecotype, and
the ant-4 and ino-1 mutants were in the Ler background.
Plants were grown in 24 hour light at 19°C in growth
chambers, using a 1:1 mixture of Premier Pro-Mix 'BX'
potting soil (Premier Horticulture, Oceanside, CA) and
vermiculite. Once germinated, plants were fertilized using
a complete nutrient solution once per week [125]. All
plants used in the array analysis were grown in a single
growth chamber and flats of pots were rotated three times
per week to different shelves and orientation to help
ensure even growth conditions. Pots containing a particu-
lar genotype were placed randomly in flats. For each gen-
otype and stage, pistils from more than 20 plants were
collected over several days, during the same time period
each day (10 AM – 1 PM), and pooled. Pistils were col-
lected into tubes on dry ice and stored at -80°C.
RNA extraction and array hybridization
Total RNA was extracted using the Qiagen RNeasy Plant
kit (Qiagen, Valencia, CA). aRNA synthesis was performed
using the Ambion MessageAmp kit (Ambion, Austin, TX)
with biotin-11-CTP (Perkin Elmer, Boston, MA) and
biotin-16-UTP (Roche, Indianapolis, IN). aRNA was frag-
mented following Affymetrix protocol and total RNA,
aRNA and fragmented aRNA were checked for fragmenta-
tion and purity by gel electrophoresis and absorbance.
Samples were hybridized to Affymetrix ATH 1 Genome
Arrays (Cat # 900385; Affymetrix, Santa Clara, CA). All
arrays were processed by the Core Facility in the UC Davis
Department of Medical Microbiology & Immunology
using an Affymetrix Hybridization Oven 640, the Affyme-
trix 450 Fluidics Station, and an Affymetrix GeneChip
3000 Scanner. The array data sets were named for the gen-
otype (WT, ino or ant), replicate number and ovule stage
pool (E, F, L). All array hybridization data were deposited
in the ArrayExpress database with accession number E-
MEXP-1920.
Data Analysis
Raw CEL data was generated using MAS 5.0 (Affymetrix).
An RMA measure of gene expression was calculated using
the affylmGUI (affy and limma) package implemented for
the Bioconductor project running in the R environment
[50,51,126]. Perfect match values only were used with
quantile normalization [127]. Raw CEL files were also
loaded into dchip (v1.3 release date: 07/20/2005) and
were normalized and modeled using the PM-MM and PM-
only algorithms. Scatter plots of the log2 expression meas-
ures between a set of replicates processed with different
methods and Pearson correlation coefficients were pre-
pared using Excel 2003 (Microsoft, Redmond, WA).
For the statistical tests, affylmGUI was used to compute the
moderated t-statistic [49,52], and the log fold changes. P-
values were adjusted for multiple testing using the Storey
q-value method [56]. For dchip, the PM-only expression
values of sets of replicates were used to compare with
other genotypes using the 'compare samples' function,BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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with the following criteria: means separated by at least 20
and a fold change of 1.2 (using the lower bound of 90%
confidence interval). SOM cluster analysis was carried out
in GeneCluster 2.1.7 (Broad Institute), chosen as the
number of likely patterns was low and it was not impor-
tant to identify sub-clusters. The 12 clusters that result
from SOM clustering of 800 inner integument genes are
shown in additional file 5.
Genes were considered putatively absent in a sample if the
average value was below 12, which was chosen by assess-
ing the values of a set of putatively root specific genes
[128] in the pistil samples (additional file 10).
qRT-PCR
The RNA samples for RT-PCR were subjected to DNase
treatment (Promega, Madison, WI) and digestion by two
four-base cutter restriction enzymes to ensure complete
digestion of any contaminating DNA. Two of the three
biological replicates used for the microarrays were used in
the reverse transcription and quantitative PCR. 1 μg of
each RNA was used in reverse transcription reactions with
either 3.75 units of Thermoscript (Invitrogen, Carlsbad,
CA) or no reverse transcriptase as a -RT control, which was
tested for contaminating genomic DNA in PCR reactions.
2 μl of a 1:40 dilution of the RT reactions were used in
each quantitative PCR (qPCR) reaction. Primers were
designed using the SYBR Green option of the Beacon 2.0
primer design software (Premier Biosoft, Palo Alto, CA)
(Additional file 11). qPCR reactions were carried out
using an iCycler (Biorad, Hercules, CA) and the following
PCR reaction mix: 20 mM Tris pH 8.4, 50 mM KCL, 3 mM
MgCl2, 4% glycerol, 20 nM fluorescein diacetate, 0.5× BSA
(New England Biolabs, Beverly, MA), 1:50 000 diluted
SYBR GREEN I (Cambrex Bio Science, Rockland, ME), 0.2
mM each dNTP, 0.24 μM each primer and 0.6 U iTaq (Bio-
rad, Hercules, CA).
The fluorescence threshold at which the cycle number (Ct)
was calculated was set at 25 CF RFU (curve-fit relative flu-
orescence units) for all experiments, close to the automat-
ically determined threshold for each plate. The 60S
ribosomal protein RPL14B gene (At4g27090) was used as
a reference and showed very similar Ct values (range:
19.17 – 19.70) in all sample types tested. The relative
starting quantity of cDNA for a particular gene was deter-
mined in GENEX (Biorad) using the following equation:
relative quantity = efficiency (control Ct-experimental Ct) based
on Livak [129] and Vandesompele [130]. The mean PCR
efficiencies of the primer sets were determined using Lin-
RegPCR [131], using a linear regression model.
Plasmids
Plasmids for production of probes for in situ hybridization
were constructed as follows. The 1 kb At3g55560 coding
region was amplified from Columbia genomic DNA using
c55560F1: AGAATGGCGAATCCTTGG and c55560R1:
CTAATCAATACGAAGGAGG and cloned into the pCR4-
TOPO vector (Invitrogen, Carlsbad, CA) to form pDS148.
The At2g34700 cDNA was amplified from the cDNA
clone U20928 [132] using the primers c34700F3:
ATACTAGTAATGGGTCTGGTAACAAAAGCTC adding the
restriction site Spe1 and c34700R4ns: ATAGGATCCGTCT-
TCCAAGAGCACAGGCAGGCTC which removes the
STOP codon, and adds the restriction site BamH1. This
fragment cut with BamH1 and Spe1 was subcloned into
pLitmus28 (New England Biolabs, Beverly, MA) cut with
the same enzymes to form pDS137. This fragment was
also cut and used in a three-way ligation with pLitmus28
cut with Spe1 and Sac1, and the GFP sequence subcloned
from the pGFP1.1.5 plasmid [133] using BamH1 and
Sac1. The resulting plasmid, pDS138.3, was digested with
Spe1 and Sac1 and the GFP-fusion fragment inserted into
pMON999 [79] cut with Xba1 and Sac1 to give pDS142.
This formed a sequence verified expression cassette using
the 35S promoter driving expression of a chimeric gene
that encodes a C-terminal fusion of the GFP protein to the
At2g34700 protein. This plasmid was tested for transient
expression by blasting into onion cells as described previ-
ously [134]. The resulting fusion protein formed aggre-
gates of protein that were likely not localized correctly.
Therefore, this plasmid was subcloned using Not1 sites
into a transformation plasmid, pMLBART, forming
pDS146. This clone was transferred using three-way mat-
ing into the Agrobacterium strain ASE and transformed
into wild type Arabidopsis (Ler) plants.
In situ hybridization
Wild type Ler inflorescences were fixed in FAA: formalde-
hyde (10%), ethanol (50%) and acetic acid (5%) over-
night at 4°C and embedded in Paraplast Xtra (Electron
Microscopy Sciences, Philadelphia, USA). Probe prepara-
tion and in situ hybridization were performed using a
modification [135] of the protocol of Ferrándiz et al.
[136]. Digoxigenin-labeled RNA probes were prepared
from the clones above, linearized with appropriate
enzymes and transcribed with T3 or T7 RNA polymerases.
As a control for all in situ hybridization experiments, an
antisense probe for the INO gene was used simultane-
ously. The INO hybridizations confirmed the expression
pattern reported previously [35,79].
Microscopy
Mutant and wildtype pistils were fixed for scanning elec-
tron microscopy (SEM) as described [137], using 5% glu-
taraldehyde with postfixation in 2% osmium tetroxide.
Pistils were dissected following critical point drying to
allow observation of ovules. SEM images were collected
using a Hitachi S3500N microscope and processed using
Photoshop v. 7.0.BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
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For callose staining of embryo sacs, wild type and mutant
pistils at anthesis were preprocessed by cutting the pistil
just below the style, and at the base to allow entry of the
stain, and immersed in 65°C 5 M NaOH for 5 minutes.
Pistils were rinsed with water, stained with decolorized
aniline blue for 2 hours and examined with fluorescence
microscopy using a UV laser on a Zeiss (Oberkoche, Ger-
many) Axioplan microscope and images were acquired
with a MDS290 digital camera (Kodak, New Haven, CT)
and edited in Photoshop v. 7.0 (Adobe, San Jose, CA).
Transgenic plants expressing the At2g34700-GFP fusion
protein and wild type non-transgenic plants were exam-
ined on an Olympus (Orangeburg, NY) Confocal FV1000
microscope and digital images obtained with the integral
Olympus camera and edited in Photoshop v. 7.0 (Adobe,
San Jose, CA).
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Additional material
Additional file 1
Scatterplots comparing methods of normalization and expression sum-
marization. A pair of hybridization replicates, ant 1 E and ant 2 E, were 
chosen to illustrate differences in data distribution after processing with 
different methods to produce a final expression measure for each gene. All 
values are log2 transformed and ant 1E gene values are plotted on the y-
axis against ant 2 E on the x-axis. The red line indicates no difference in 
expression level between replicates, and the black lines indicate 2-fold 
changes between the replicates. Larger numbers of points far from the red 
diagonal indicate less correspondence between the replicates. Results were 
similar for a separate set of replicates (not shown). (A) RMA; (B) dchip 
perfect match (PM) only; (C) MAS 5.0; (D) dchip perfect match minus 
mismatch (PM-MM).
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S1.tiff]
Additional file 2
Pearson correlation coefficients between replicates, comparing differ-
ent processing methods. Comparisons for all replicates between process-
ing with RMA, dchip perfect match (PM) only, dchip perfect match minus 
mismatch (PM-MM), and MAS 5.0. Higher values indicated better cor-
relation between replicates.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S2.pdf]
Additional file 3
Overlap between genes identified as significantly changed between 
mutant and wildtype using dchip and RMA-limma. (A) WT E vs ant 
E; (B) WT F vs ino F.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S3.pdf]
Additional file 4
Fold change values for genes known to be expressed in ovules as deter-
mined with two different analysis methods. Fold changes are WT/
mutant, with numbers > 1 indicating a decrease in the mutant. NI indi-
cates those genes that were not selected by the test indicated.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S4.pdf]
Additional file 5
SOM clusters for 800 genes significantly decreased in ant E arrays 
compared with both WT E and inoE. Clustering using SOM principles 
with an input of 12 clusters leads to the groups shown. The number of 
genes contained within each cluster is indicated in each box. The z-trans-
formed (mean = 0; standard deviation = 1) gene expression values form 
the y-axis of each graph. Each black dot represents the mean expression 
level of all the genes in the cluster for an array. The order of the arrays is 
EARLY arrays first, with three WT followed by three ino and three ant. 
The FULL arrays are next (two WT followed by two ino) and the WT 
LATE arrays are listed last. The red lines show the upper and lower ranges 
of the expression values for the genes within the cluster.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S5.jpeg]
Additional file 6
Selected genes with known carpel expression patterns identified by the 
arrays. Genes are grouped by the similarity of their expression profiles in 
the arrays, and the published expression pattern in pistils is described.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S6.pdf]
Additional file 7
Genes predicted to be expressed in the inner integument, ovule primor-
dia and/or medial regions. Listed genes showed good evidence of expres-
sion in the indicated ovule regions on the basis of being either 2-fold 
decreased in the relevant mutant or showing a significant decrease in 
more than one mutant:wild type comparison. The fold changes between 
the pair-wise comparisons are given (natural scale) and a negative value 
indicates that the mutant value was less than the wild-type value. Genes 
are organized by broad functional categories, and for inner integument 
genes the cluster to which they were assigned is noted. For outer integu-
ment genes, the evidence of expression was from the EARLY or FULL 
arrays as noted. The * column shows whether a gene was putatively absent 
in any mutant and whether a gene was also identified in the analyses by 
Yu [33], Johnston [34] and Tung [31]. (a: mutant level less than 3.58 
(log2); es: embryo sac; tt: transmitting tract; s: stigma).
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S7.xls]BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
Page 17 of 20
(page number not for citation purposes)
Acknowledgements
We wish to thank Venkatesan Sundaresan, Hee-Ju Yu, Siobhan Braybrook, 
Alan Krivanek, and members of the Gasser Lab for helpful discussions. This 
work was supported by funds from the University of California, Davis, 
Genetics Graduate Group (to DJS) and U. S. National Science Foundation 
grant number IOS-0419531 (to CSG).
References
1. Robinson-Beers K, Pruitt RE, Gasser CS: Ovule development in
wild-type Arabidopsis and two female-sterile mutants.  Plant
Cell 1992, 4:1237-1249.
2. Schneitz K, Hulskamp M, Pruitt RE: Wild-type ovule development
in Arabidopsis thaliana: a light microscope study of cleared
whole-mount tissue.  Plant J 1995, 7:731-749.
3. Gasser CS, Robinson-Beers K: Pistil Development.  Plant Cell 1993,
5:1231-1239.
4. Bowman JL, Baum SF, Eshed Y, Putterill J, Alvarez J: Molecular
genetics of gynoecium development in Arabidopsis.  Curr Top
Dev Biol 1999, 45:155-205.
5. Smyth DR, Bowman JL, Meyerowitz EM: Early flower develop-
ment in Arabidopsis.  Plant Cell 1990, 2:755-767.
6. Palanivelu R, Brass L, Edlund AF, Preuss D: Pollen tube growth and
guidance is regulated by POP2, an Arabidopsis gene that
controls GABA levels.  Cell 2003, 114:47-59.
7. Baker SC, Robinson-Beers K, Villanueva JM, Gaiser JC, Gasser CS:
Interactions among genes regulating ovule development in
Arabidopsis thaliana.  Genetics 1997, 145:1109-1124.
8. Modrusan Z, Reiser L, Feldmann KA, Fischer RL, Haughn GW:
Homeotic transformation of ovules into carpel-like struc-
tures in Arabidopsis.  Plant Cell 1994, 6:333-349.
9. Ray A, Robinson-Beers K, Ray S, Baker SC, Lang JD, Preuss D, Milligan
SB, Gasser CS: The  Arabidopsis  floral homeotic gene BELL
(BEL1) controls ovule development through negative regula-
tion of AGAMOUS  gene (AG).  Proc Natl Acad Sci USA 1994,
91:5761-5765.
10. Reiser L, Modrusan Z, Margossian L, Samach A, Ohad N, Haughn
GW, Fischer RL: The BELL1 gene encodes a homeodomain
protein involved in pattern formation in the Arabidopsis
ovule primordium.  Cell 1995, 83:735-742.
11. Liljegren SJ, Ditta GS, Eshed Y, Savidge B, Bowman JL, Yanofsky MF:
SHATTERPROOF MADS-box genes control seed dispersal in
Arabidopsis.  Nature 2000, 404:766-770.
12. Pinyopich A, Ditta DS, Savidge B, Liljegren SJ, Baumann E, Wisman E,
Yanofsky MF: Assessing the redundancy of MADS-box genes
during carpel and ovule development.  Nature 2003, 424:85-88.
13. Gross-Hardt R, Lenhard M, Laux T: WUSCHEL signaling func-
tions in interregional communication during Arabidopsis
ovule development.  Genes Dev 2002, 16:1129-1138.
14. Sieber P, Gheyselinck J, Gross-Hardt R, Laux T, Grossniklaus U, Sch-
neitz K: Pattern formation during early ovule development in
Arabidopsis thaliana.  Dev Biol 2004, 273:321-334.
15. Skinner DJ, Hill TA, Gasser CS: Regulation of ovule develop-
ment.  Plant Cell 2004, 16:S32-45.
16. Gasser CS, Broadhvest J, Hauser BA: Genetic analysis of ovule
development.  Ann Rev Plant Physiol Plant Mol Biol 1998, 49:1-24.
17. Doyle JA: Integrating molecular phylogenetic and paloebo-
tanical evidence on origin of the flower.  Int J Plant Sci 2008,
169:816-843.
18. Pelaz S, Ditta GS, Baumann E, Wisman E, Yanofsky MF: B and C flo-
ral organ identity functions require SEPALLATA MADS-box
genes.  Nature 2000, 405:200-203.
19. Ishida T, Aida M, Takada S, Tasaka M: Involvement of CUP-
SHAPED COTYLEDON genes in gynoecium and ovule devel-
opment in Arabidopsis thaliana.  Plant Cell Physiol 2000, 41:60-67.
20. Eshed Y, Baum SF, Perea JV, Bowman JL: Establishment of polarity
in lateral organs of plants.  Curr Biol 2001, 11:1251-1260.
21. Hu W, Wang Y, Bowers C, Ma H: Isolation, sequence analysis,
and expression studies of florally expressed cDNAs in Arabi-
dopsis.  Plant Mol Biol 2003, 53:545-563.
22. Scutt CP, Vinauger-Douard M, Fourquin C, Ailhas J, Kuno N, Uchida
K, Gaude T, Furuya M, Dumas C: The identification of candidate
genes for a reverse genetic analysis of development and
function in the Arabidopsis gynoecium.  Plant Physiol 2003,
132:653-665.
23. Schaffer R, Landgraf J, Perez-Amador M, Wisman E: Monitoring
genome-wide expression in plants.  Curr Opin Biotechnol 2000,
11:162-167.
24. Meyers BC, Lee DK, Vu TH, Tej SS, Edberg SB, Matvienko M, Tindell
LD: Arabidopsis MPSS. An online resource for quantitative
expression analysis.  Plant Physiol 2004, 135:801-813.
25. Fizames C, Munos S, Cazettes C, Nacry P, Boucherez J, Gaymard F,
Piquemal D, Delorme V, Commes T, Doumas P, et al.: The Arabi-
dopsis root transcriptome by serial analysis of gene expres-
sion. Gene identification using the genome sequence.  Plant
Physiol 2004, 134:67-80.
26. Leonhardt N, Kwak JM, Robert N, Waner D, Leonhardt G, Schroeder
JI: Microarray expression analyses of Arabidopsis guard cells
and isolation of a recessive abscisic acid hypersensitive pro-
tein phosphatase 2C mutant.  Plant Cell 2004, 16:596-615.
27. Honys D, Twell D: Comparative analysis of the Arabidopsis
pollen transcriptome.  Plant Physiol 2003, 132:640-652.
28. Honys D, Twell D: Transcriptome analysis of haploid male
gametophyte development in Arabidopsis.  Genome Biol 2004,
5:R85.
29. Zik M, Irish VF: Global identification of target genes regulated
by APETALA3 and PISTILLATA floral homeotic gene action.
Plant Cell 2003, 15:207-222.
30. Wellmer F, Riechmann JL, Alves-Ferreira M, Meyerowitz EM:
Genome-wide analysis of spatial gene expression in Arabi-
dopsis flowers.  Plant Cell 2004, 16:1314-1326.
31. Tung CW, Dwyer KG, Nasrallah ME, Nasrallah JB: Genome-wide
identification of genes expressed in Arabidopsis pistils specif-
ically along the path of pollen tube growth.  Plant Physiol 2005,
138:977-989.
32. Köhler C, Hennig L, Spillane C, Pien S, Gruissem W, Grossniklaus U:
The Polycomb -group protein MEDEA regulates seed devel-
opment by controlling expression of the MADS-box gene
PHERES1.  Genes Dev 2003, 17:1540-1553.
33. Yu HJ, Hogan P, Sundaresan V: Analysis of the female gameto-
phyte transcriptome of Arabidopsis by comparative expres-
sion profiling.  Plant Physiol 2005, 139:1853-1869.
Additional file 8
Genes predicted to be expressed in the outer integument. As for addi-
tional file 7
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S8.xls]
Additional file 9
Genes predicted to be expressed in both integuments. As for additional 
file 7
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S9.xls]
Additional file 10
Mean natural scale RMA values of putatively root specific genes in the 
17 pistil arrays. Table of genes used to estimate expression value for genes 
expected to be absent in the samples used.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S10.pdf]
Additional file 11
Genes tested with qRT-PCR and primers used. Table of genes validated 
with qRT-PCR.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2229-9-29-S11.pdf]BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
Page 18 of 20
(page number not for citation purposes)
34. Johnston AJ, Meier P, Gheyselinck J, Wuest SE, Federer M, Schlagen-
hauf E, Becker JD, Grossniklaus U: Genetic subtraction profiling
identifies genes essential for Arabidopsis reproduction and
reveals interaction between the female gametophyte and
the maternal sporophyte.  Genome Biology 2007, 8:R204.
35. Villanueva JM, Broadhvest J, Hauser BA, Meister RJ, Schneitz K, Gas-
ser CS: INNER NO OUTER regulates abaxial-adaxial pattern-
ing in Arabidopsis ovules.  Genes Dev 1999, 13:3160-3169.
36. Elliott RC, Betzner AS, Huttner E, Oakes MP, Tucker WQJ, Gerentes
D, Perez P, Smyth DR: AINTEGUMENTA, an APETALA2-like
gene of Arabidopsis with pleiotropic roles in ovule develop-
ment and floral organ growth.  Plant Cell 1996, 8:155-168.
37. Klucher KM, Chow H, Reiser L, Fischer RL: The AINTEGUMENTA
gene of Arabidopsis required for ovule and female gameto-
phyte development is related to the floral homeotic gene
APETALA2.  Plant Cell 1996, 8:137-153.
38. Krizek BA: Ectopic expression of AINTEGUMENTA in Arabi-
dopsis plants results in increased growth of floral organs.  Dev
Genet 1999, 25:224-236.
39. Mizukami Y, Fischer RL: Plant organ size control: AINTEGU-
MENTA regulates growth and cell numbers during organo-
genesis.  Proc Natl Acad Sci USA 2000, 97:942-947.
40. Azhakanandam S, Nole-Wilson S, Bao F, Franks RG: SEUSS and
AINTEGUMENTA mediate patterning and ovule initiation
during gynoecium medial domain development.  Plant Physiol
2008, 146:1165-1181.
41. Nole-Wilson S, Krizek BA: AINTEGUMENTA contributes to
organ polarity and regulates growth of lateral organs in com-
bination with YABBY genes.  Plant Physiology 2006, 141:977-987.
42. Vishnyakova MA: Callose as an indicator of sterile ovules.  Phy-
tomorphology 1991, 41:245-252.
43. Sun K, Hunt K, Hauser BA: Ovule abortion in Arabidopsis trig-
gered by stress.  Plant Physiol 2004, 135:2358-2367.
44. Krizek BA, Prost V, Macias A: AINTEGUMENTA promotes
petal identity and acts as a negative regulator of AGAMOUS.
Plant Cell 2000, 12:1357-1366.
45. Liu Z, Franks RG, Klink VP: Regulation of gynoecium marginal
tissue formation by LEUNIG and AINTEGUMENTA.  Plant
Cell 2000, 12:1879-1892.
46. Lockhart DJ, Dong H, Byrne MC, Follettie MT, Gallo MV, Chee MS,
Mittmann M, Wang C, Kobayashi M, Horton H, et al.: Expression
monitoring by hybridization to high-density oligonucleotide
arrays.  Nature Biotechnology 1996, 14:1675-1680.
47. Redman JC, Haas BJ, Tanimoto G, Town CD: Development and
evaluation of an Arabidopsis whole genome Affymetrix
probe array.  Plant J 2004, 38:545-561.
48. Irizarry RA, Hobbs B, Collin F, Beazer-Barclay YD, Antonellis KJ,
Scherf U, Speed TP: Exploration, normalization, and summa-
ries of high density oligonucleotide array probe level data.
Biostatistics 2003, 4:249-264.
49. Lonnstedt I, Speed T: Replicated microarray data.  Stat Sinica
2002, 12:31-46.
50. Smyth GK: Linear models and empirical bayes methods for
assessing differential expression in microarray experiments.
Statistical Applications in Genetics and Molecular Biology 2004, 3:Article
3.
51. Wettenhall JM, Smyth GK: limmaGUI: a graphical user interface
for linear modeling of microarray data.  Bioinformatics 2004,
20:3705-3706.
52. Smyth GK, Thorne NP, Wettenhall J: Limma: Linear Models for
Microarray Data User's Guide.  2003 [http://bioinf.wehi.edu.au/
limma/].
53. Nemhauser JL, Mockler TC, Chory J: Interdependency of brassi-
nosteroid and auxin signaling in Arabidopsis.  PLoS Biol 2004,
2:E258.
54. Taylor G, Street NR, Tricker PJ, Sjodin A, Graham L, Skogstrom O,
Calfapietra C, Scarascia-Mugnozza G, Jansson S: The transcrip-
tome of Populus in elevated CO2.  New Phytol 2005,
167:143-154.
55. Giege P, Sweetlove LJ, Cognat V, Leaver CJ: Coordination of
nuclear and mitochondrial genome expression during mito-
chondrial biogenesis in Arabidopsis.  Plant Cell 2005,
17:1497-1512.
56. Storey JD, Tibshirani R: Statistical significance for genomewide
studies.  Proc Natl Acad Sci USA 2003, 100:9440-9445.
57. Tamayo P, Slonim D, Mesirov J, Zhu Q, Kitareewan S, Dmitrovsky E,
Lander ES, Golub TR: Interpreting patterns of gene expression
with self-organizing maps: methods and application to
hematopoietic differentiation.  Proc Natl Acad Sci USA 1999,
96:2907-2912.
58. Yang W-C, Ye D, Xu J, Sundaresan V: The SPOROCYTELESS gene
of Arabidopsis is required for initiation of sporogenesis and
encodes a novel nuclear protein.  Genes Dev 1999, 13:2108-2117.
59. Schiefthaler U, Balasubramanian S, Sieber P, Chevalier D, Wisman E,
Schneitz K: Molecular analysis of NOZZLE, a gene involved in
pattern formation and early sporogenesis during sex organ
development in Arabidopsis thaliana.  Proc Natl Acad Sci USA
1999, 96:11664-11669.
60. Haecker A, Gross-Hardt R, Geiges B, Sarkar A, Breuninger H, Her-
rmann M, Laux T: Expression dynamics of WOX genes mark
cell fate decisions during early embryonic patterning in Ara-
bidopsis thaliana.  Development 2004, 131:657-668.
61. Caryl AP, Jones GH, Franklin FCH: Dissecting plant meiosis using
Arabidopsis thaliana mutants.  J Exp Bot 2003, 54:25-38.
62. Wilson ZA, Yang C: Plant gametogenesis: conservation and
contrasts in development.  Reproduction 2004, 128:483-492.
63. Chuang CF, Running MP, Williams RW, Meyerowitz EM: The PERI-
ANTHIA gene encodes a bZIP protein involved in the deter-
mination of floral organ number in Arabidopsis thaliana.
Genes Dev 1999, 13:334-344.
64. Dinneny JR, Weigel D, Yanofsky MF: NUBBIN and JAGGED
define stamen and carpel shape in Arabidopsis.  Development
2006, 133:1645-1655.
65. Heisler MG, Atkinson A, Bylstra YH, Walsh R, Smyth DR: SPATULA,
a gene that controls development of carpel margin tissues in
Arabidopsis, encodes a bHLH protein.  Development 2001,
128:1089-1098.
66. Benkova E, Michniewicz M, Sauer M, Teichmann T, Seifertova D, Jur-
gens G, Friml J: Local, efflux-dependent auxin gradients as a
common module for plant organ formation.  Cell 2003,
115:591-602.
67. Nole-Wilson S, Tranby TL, Krizek BA: AINTEGUMENTA-like (AIL)
genes are expressed in young tissues and may specify meris-
tematic or division-competent states.  Plant Mol Biol 2005,
57:613-628.
68. Shpak ED, Berthiaume CT, Hill EJ, Torii KU: Synergistic interac-
tion of three ERECTA-family receptor-like kinases controls
Arabidopsis organ growth and flower development by pro-
moting cell proliferation.  Development 2004, 131:1491-1501.
69. Abe M, Katsumata H, Komeda Y, Takahashi T: Regulation of shoot
epidermal cell differentiation by a pair of homeodomain pro-
teins in Arabidopsis.  Development 2003, 130:635-643.
70. Lu P, Porat R, Nadeau JA, O'Neill SD: Identification of a meristem
L1 layer-specific gene in Arabidopsis that is expressed during
embryonic pattern formation and defines a new class of
homeobox genes.  Plant Cell 1996, 8:2155-2168.
71. Emery JF, Floyd SK, Alvarez J, Eshed Y, Hawker NP, Izhaki A, Baum
SF, Bowman JL: Radial patterning of Arabidopsis shoots by
class III HD-ZIP and KANADI genes.  Curr Biol 2003,
13:1768-1774.
72. Pruitt RE, Vielle-Calzada JP, Ploense SE, Grossniklaus U, Lolle SJ: FID-
DLEHEAD, a gene required to suppress epidermal cell inter-
actions in Arabidopsis, encodes a putative lipid biosynthetic
enzyme.  Proc Natl Acad Sci USA 2000, 97:1311-1316.
73. Park SO, Zheng Z, Oppenheimer DG, Hauser BA: The PRETTY
FEW SEEDS2 gene encodes an Arabidopsis homeodomain
protein that regulates ovule development.  Development 2005,
132:841-849.
74. Hill TA, Day CD, Zondlo SC, Thackeray AG, Irish VF: Discrete spa-
tial and temporal cis-acting elements regulate transcription
of the Arabidopsis floral homeotic gene APETALA3.  Develop-
ment 1998, 125:1711-1721.
75. Brambilla V, Battaglia R, Colombo M, Masiero S, Bencivenga S, Kater
MM, Colombo L: Genetic and molecular interactions between
BELL1 and MADS box factors support ovule development in
Arabidopsis.  Plant Cell 2007, 19:2544-2556.
76. Favaro R, Pinyopich A, Battaglia R, Kooiker M, Borghi L, Ditta G,
Yanofsky MF, Kater MM, Colombo L: MADS-box protein com-
plexes control carpel and ovule development in Arabidopsis.
Plant Cell 2003, 15:2603-2611.BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
Page 19 of 20
(page number not for citation purposes)
77. Takeda S, Matsumoto N, Okada K: RABBIT EARS, encoding a
SUPERMAN-like zinc finger protein, regulates petal devel-
opment in Arabidopsis thaliana.  Development 2004, 131:425-434.
78. Krizek BA, Lewis MW, Fletcher JC: RABBIT EARS is a second-
whorl repressor of AGAMOUS that maintains spatial bound-
aries in Arabidopsis flowers.  Plant J 2006, 45:369-383.
79. Meister RJ, Kotow LM, Gasser CS: SUPERMAN attenuates posi-
tive  INNER NO OUTER autoregulation to maintain polar
development of Arabidopsis ovule outer integuments.  Devel-
opment 2002, 129:4281-4289.
80. Gaiser JC, Robinson-Beers K, Gasser CS: The Arabidopsis SUPER-
MAN gene mediates asymmetric growth of the outer integ-
ument of ovules.  Plant Cell 1995, 7:333-345.
81. Sakai H, Krizek B, Jacobsen S, Meyerowitz E: Regulation of SUP
expression identifies multiple regulators involved in Arabi-
dopsis floral meristem development.  Plant Cell 2000,
12:1607-1618.
82. Sakai H, Medrano LJ, Meyerowitz EM: Role of SUPERMAN  in
maintaining Arabidopsis floral whorl boundaries.  Nature 1995,
378:199-203.
83. Ito T, Sakai H, Meyerowitz EM: Whorl-specific expression of the
SUPERMAN gene of Arabidopsis is mediated by cis elements
in the transcribed region.  Curr Biol 2003, 13:1524-1530.
84. Riechmann JL: Transcriptional Regulation: a Genomics Over-
view.  In The Arabidopsis Book (TAB) American Society of Plant Biolo-
gists. 
85. Iida K, Seki M, Sakurai T, Satou M, Akiyama K, Toyoda T, Konagaya
A, Shinozaki K: RARTF: Database and tools for complete sets
of Arabidopsis transcription factors.  DNA Research 2005,
12:247-256.
86. Jiao YL, Yang HJ, Ma LG, Sun N, Yu HY, Liu T, Gao Y, Gu HY, Chen
ZL, Wada M, et al.: A genome-wide analysis of blue-light regu-
lation of Arabidopsis transcription factor gene expression
during seedling development.  Plant Physiology 2003,
133:1480-1493.
87. Franco-Zorrilla JM, Cubas P, Jarillo JA, Fernandez-Calvin B, Salinas J,
Martinez-Zapater JM: AtREM1, a member of a new family of B3
domain-containing genes, is preferentially expressed in
reproductive meristems.  Plant Physiol 2002, 128:418-427.
88. Matias-Hernandez L, Colombo L: REM18 and REM53: two direct
targets of the ovule identity complex of Arabidopsis.  18th
International Conference on Arabidopsis Research 2007 [http://www.ara
bidopsis.org/servlets/TairObject?type=publication&id=501721657].
89. Pinyopich A, Ditta DS, Savidge B, Liljegren SJ, Baumann E, Wisman E,
Yanofsky MF: Assessing the redundancy of MADS-box genes
during carpel and ovule development.  Nature 2003, 424:85-88.
90. Sun K, Cui Y, Hauser BA: Environmental stress alters genes
expression and induces ovule abortion: reactive oxygen spe-
cies appear as ovules commit to abort.  Planta 2005,
222:632-642.
91. Henriksson E, Olsson AS, Johannesson H, Johansson H, Hanson J,
Engstrom P, Soderman E: Homeodomain leucine zipper class I
genes in Arabidopsis. Expression patterns and phylogenetic
relationships.  Plant Physiol 2005, 139:509-518.
92. William DA, Su Y, Smith MR, Lu M, Baldwin DA, Wagner D:
Genomic identification of direct target genes of LEAFY.  Proc
Natl Acad Sci USA 2004, 101:1775-1780.
93. Saddic LA, Huvermann BR, Bezhani S, Su YH, Winter CM, Kwon CS,
Collum RP, Wagner D: The LEAFY target LMI1 is a meristem
identity regulator and acts together with LEAFY to regulate
expression of CAULIFLOWER.  Development 2006,
133:1673-1682.
94. Wagner D, Wellmer F, Dilks K, William D, Smith MR, Kumar PP,
Riechmann JL, Greenland AJ, Meyerowitz EM: Floral induction in
tissue culture: a system for the analysis of LEAFY-dependent
gene regulation.  Plant J 2004, 39:273-282.
95. Ponting CP, Blake DJ, Davies KE, Kendrick-Jones J, Winder SJ: ZZ
and TAZ: new putative zinc fingers in dystrophin and other
proteins.  Trends Biochem Sci 1996, 21:11-13.
96. Bardwell VJ, Treisman R: The POZ domain: a conserved pro-
tein-protein interaction motif.  Genes Dev 1994, 8:1664-1677.
97. Zollman S, Godt D, Prive GG, Couderc JL, Laski FA: The BTB
domain, found primarily in zinc finger proteins, defines an
evolutionarily conserved family that includes several devel-
opmentally regulated genes in Drosophila.  Proc Natl Acad Sci
USA 1994, 91:10717-10721.
98. Du L, Poovaiah BW: A novel family of Ca2+/calmodulin-binding
proteins involved in transcriptional regulation: interaction
with fsh/Ring3 class transcription activators.  Plant Mol Biol
2004, 54:549-569.
99. Ren SX, Mandadi KK, Boedeker AL, Rathore KS, McKnight TD: Reg-
ulation of telomerase in Arabidopsis by BT2, an apparent
target of TELOMERASE ACTIVATOR1.  Plant Cell 2007,
19:23-31.
100. Chary SN, Hicks GR, Choi YG, Carter D, Raikhel NV: Trehalose-6-
Phosphate Synthase/Phosphatase Regulates Cell Shape and
Plant Architecture in Arabidopsis.  Plant Physiol 2008,
146:97-107.
101. Chuaqui RF, Bonner RF, Best CJM, Gillespie JW, Flaig MJ, Hewitt SM,
Phillips JL, Krizman DB, Tangrea MA, Ahram M, et al.: Post-analysis
follow-up and validation of microarray experiments.  Nature
Genetics 2002, 32:509-514.
102. Matsushita A, Furumoto T, Ishida S, Takahashi Y: AGF1, an AT-
hook protein, is necessary for the negative feedback of
AtGA3ox1 encoding GA 3-oxidase.  Plant Physiology 2007,
143:1152-1162.
103. Leon-Kloosterziel KM, Keijzer CJ, Koornneef M: A seed shape
mutant of Arabidopsis that is affected in integument devel-
opment.  Plant Cell 1994, 6:385-392.
104. McAbee JM, Hill TA, Skinner DJ, Itzaki A, Hauser BA, Meister RJ,
Reddy VG, Meyerowitz EM, Bowman JL, Gasser CS: ABERRANT
TESTA SHAPE encodes a KANADI family member, linking
polarity determination to separation and growth of Arabi-
dopsis ovule integuments.  Plant J 2006, 46:522-531.
105. Villalba M, Batanero E, Lopez-Otin C, Sanchez LM, Monsalve RI,
Gonzalez de la Pena MA, Lahoz C, Rodriguez R: The amino acid
sequence of Ole e I, the major allergen from olive tree (Olea
europaea) pollen.  Eur J Biochem 1993, 216:863-869.
106. Emanuelsson O, Nielsen H, Brunak S, von Heijne G: Predicting sub-
cellular localization of proteins based on their N-terminal
amino acid sequence.  J Mol Biol 2000, 300:1005-1016.
107. Kay R, Chan A, Daly M, McPherson J: Duplication of CaMV 35S
promoter sequences creates a strong enhancer for plant
genes.  Science 1987, 236:1299-1302.
108. Parinov S, Sevugan M, Ye D, Yang W-C, Kumaran M, Sundaresan V:
Analysis of flanking sequences from Dissociation insertion
lines: A database for reverse genetics in Arabidopsis.  Plant
Cell 1999, 11:2263-2270.
109. Alvarez JP, Pekker I, Goldshmidt A, Blum E, Amsellem Z, Eshed Y:
Endogenous and synthetic microRNAs stimulate simultane-
ous, efficient, and localized regulation of multiple targets in
fiverse species.  Plant Cell 2006, 18:1134-1151.
110. Western TL, Skinner DJ, Haughn GW: Differentiation of muci-
lage secretory cells of the Arabidopsis seed coat.  Plant Physiol
2000, 122:345-356.
111. Zimmermann P, Hirsch-Hoffmann M, Hennig L, Gruissem W: GEN-
EVESTIGATOR. Arabidopsis microarray database and anal-
ysis toolbox.  Plant Physiol 2004, 136:2621-2632.
112. Aravind L, Landsman D: AT-hook motifs identified in a wide
variety of DNA-binding proteins.  Nucleic Acids Res 1998,
26:4413-4421.
113. Morisawa G, Han-Yama A, Moda I, Tamai A, Iwabuchi M, Meshi T:
AHM1, a novel type of nuclear matrix-localized, MAR bind-
ing protein with a single AT hook and a J domain-homolo-
gous region.  Plant Cell 2000, 12:1903-1916.
114. Fujimoto S, Matsunaga S, Yonemura M, Uchiyama S, Azuma T, Fukui
K: Identification of a novel plant MAR DNA binding protein
localized on chromosomal surfaces.  Plant Mol Biol 2004,
56:225-239.
115. Meijer AH, van Dijk EL, Hoge JH: Novel members of a family of
AT hook-containing DNA-binding proteins from rice are
identified through their in vitro interaction with consensus
target sites of plant and animal homeodomain proteins.  Plant
Mol Biol 1996, 31:607-618.
116. Griffiths J, Murase K, Rieu I, Zentella R, Zhang ZL, Powers SJ, Gong F,
Phillips AL, Hedden P, Sun TP, et al.: Genetic characterization and
functional analysis of the GID1 gibberellin receptors in Ara-
bidopsis.  Plant Cell 2006, 18:3399-3414.
117. Nakajima M, Shimada A, Takashi Y, Kim YC, Park SH, Ueguchi-Tanaka
M, Suzuki H, Katoh E, Iuchi S, Kobayashi M, et al.: Identification and
characterization of Arabidopsis gibberellin receptors.  Plant
Journal 2006, 46:880-889.Publish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Plant Biology 2009, 9:29 http://www.biomedcentral.com/1471-2229/9/29
Page 20 of 20
(page number not for citation purposes)
118. Kepinski S, Leyser O: The Arabidopsis F-box protein TIR1 is an
auxin receptor.  Nature 2005, 435:446-451.
119. Dharmasiri N, Dharmasiri S, Estelle M: The F-box protein TIR1 is
an auxin receptor.  Nature 2005, 435:441-445.
120. Dharmasiri N, Dharmasiri S, Weijers D, Lechner E, Yamada M, Hob-
bie L, Ehrismann JS, Jurgens G, Estelle M: Plant development is
regulated by a family of auxin receptor F box proteins.  Dev
Cell 2005, 9:109-119.
121. Guilfoyle TJ, Ulmasov T, Hagen G: The ARF family of transcrip-
tion factors and their role in plant hormone-responsive tran-
scription.  Cell Mol Life Sci 1998, 54:619-627.
122. Ulmasov T, Hagen G, Guilfoyle TJ: Activation and repression of
transcription by auxin-response factors.  Proc Natl Acad Sci USA
1999, 96:5844-5849.
123. Okushima Y, Overvoorde PJ, Arima K, Alonso JM, Chan A, Chang C,
Ecker JR, Hughes B, Lui A, Nguyen D, et al.: Functional genomic
analysis of the AUXIN RESPONSE FACTOR gene family mem-
bers in Arabidopsis thaliana: unique and overlapping func-
tions of ARF7 and ARF19.  Plant Cell 2005, 17:444-463.
124. Remington DL, Vision TJ, Guilfoyle TJ, Reed JW: Contrasting
modes of diversification in the Aux/IAA and ARF gene fami-
lies.  Plant Physiol 2004, 135:1738-1752.
125. Kranz AR, Kirchheim B: Handling of Arabidopsis.  In Arabidopsis
Information Service, v 24: Genetic Resources in Arabidopsis Edited by:
Kranz AR. Frankfurt, Germany: Arabidopsis Information Service;
1987:4.1.1-4.2.7. 
126. Gentleman RC, Carey VJ, Bates DM, Bolstad B, Dettling M, Dudoit S,
Ellis B, Gautier L, Ge Y, Gentry J, et al.: Bioconductor: open soft-
ware development for computational biology and bioinfor-
matics.  Genome Biol 2004, 5:R80.
127. Bolstad BM, Irizarry RA, Astrand M, Speed TP: A comparison of
normalization methods for high density oligonucleotide
array data based on variance and bias.  Bioinformatics 2003,
19:185-193.
128. Czechowski T, Bari RP, Stitt M, Scheible WR, Udvardi MK: Real-
time RT-PCR profiling of over 1400 Arabidopsis transcrip-
tion factors: unprecedented sensitivity reveals novel root-
and shoot-specific genes.  Plant J 2004, 38:366-379.
129. Livak KJ, Schmittgen TD: Analysis of relative gene expression
data using real-time quantitative PCR and the 2(-Delta Delta
C(T)) Method.  Methods 2001, 25:402-408.
130. Vandesompele J, De Preter K, Pattyn F, Poppe B, Van Roy N, De
Paepe A, Speleman F: Accurate normalization of real-time
quantitative RT-PCR data by geometric averaging of multi-
ple internal control genes.  Genome Biol 2002, 3:0031-0034.
131. Ramakers C, Ruijter JM, Deprez RH, Moorman AF: Assumption-
free analysis of quantitative real-time polymerase chain
reaction (PCR) data.  Neurosci Lett 2003, 339:62-66.
132. Yamada K, Lim J, Dale JM, Chen H, Shinn P, Palm CJ, Southwick AM,
Wu HC, Kim C, Nguyen M, et al.: Empirical analysis of transcrip-
tional activity in the Arabidopsis genome.  Science 2003,
302:842-846.
133. Schumacher K, Vafeados D, McCarthy M, Sze H, Wilkins T, Chory J:
The Arabidopsis det3 mutant reveals a central role for the
vacuolar H(+)-ATPase in plant growth and development.
Genes Dev 1999, 13:3259-3270.
134. Skinner DJ, Baker SC, Meister RJ, Broadhvest J, Schneitz K, Gasser
CS: The Arabidopsis HUELLENLOS gene, which is essential
for normal ovule development, encodes a mitochondrial
ribosomal protein.  Plant Cell 2001, 13:2719-2730.
135. McAbee JM, Kuzoff RK, Gasser CS: Mechanisms of Derived
Unitegmy among Impatiens  Species.  Plant Cell 2005,
17:1674-1684.
136. Ferrándiz C, Gu Q, Martienssen R, Yanofsky MF: Redundant regu-
lation of meristem identity and plant architecture by FRUIT-
FULL, APETALA1 and CAULIFLOWER.  Development 2000,
127:725-734.
137. Hauser BA, Villanueva JM, Gasser CS: Arabidopsis TSO1 regulates
directional processes in cells during floral organogenesis.
Genetics 1998, 150:411-423.